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Description 

This application is a continuation-in-part of U.S. Application No. 08/531,137, filed October 16, 1995, which is a 
continuation-in-part of U.S. Application No. 08/327,525, filed October 21 , 1 994, both of which are hereby incorporated 
5 by reference for all purposes. This application is a continuation-in-part of a continuation-in-part of U.S. Application No. 
PCT/US/96/1 4839, filed September 13, 1996, which is hereby incorporated by reference for all purposes. This appli- 
cation claims priority of the provisional patent application filed December 12, 1996 (attorney docket no. 16528X- 
028300), which is hereby incorporated by reference for all purposes. 

10 COPYRIGHT NOTICE 

A portion of the disclosure of this patent document contains material which is subject to copyright protection. The 
copyright owner has no objection to the xerographic reproduction by anyone of the patent document or the patent 
disclosure in exactly the form it appears in the Patent and Trademark Office patent file or records, but otherwise reserves 
is all copyright rights whatsoever. 

GOVERNMENT RIGHTS NOTICE 

Portions of the material in this specification arose under the cooperative agreement 70NANB5H1031 between 
20 Affymetrix, Inc. and the Department of Commerce through the National Institute of Standards and Technology. 

BACKGROUND OF THE INVENTION 

The present invention relates to the field of computer systems. More specifically, the present invention relates to 

2S computer systems for analyzing biological sequences such as nucleic acid sequences. 

Devices and computer systems for forming and using arrays of materials on a substrate are known. For example, 
PCT application WO92/10588, incorporated herein by reference for all purposes, describes techniques for sequencing 
or sequence checking nucleic acids and other materials. Arrays for performing these operations may be formed in 
arrays according to the methods of, for example, the pioneering techniques disclosed in U.S. Patent No. 5,143,854 

30 and U.S. Patent Application No. 08/249,188, both incorporated herein by reference for all purposes. 

According to one aspect of the techniques described therein, an array of nucleic acid probes is fabricated at known 
locations on a substrate or chip. A fluorescently labeled nucleic acid is then brought into contact with the chip and a 
scanner generates an image file (which is processed into a cell file) indicating the locations where the labeled nucleic 
acids bound to the chip. Based upon the cell file and identities of the probes at specific locations, it becomes possible 

35 to extract information such as the monomer sequence of DNA or RNA. Such systems have been used to form, for 
example, arrays of DNA that may be used to study and detect mutations relevant to cystic fibrosis, the P53 gene 
(relevant to certain cancers), HIV, and other genetic characteristics. 

Innovative computer-aided techniques for base calling are disclosed in U.S. Patent Application Nos. 08/531,137 
(attorney docket no. 16528X-008210), 08/528,656 (attorney docket no. 16528X-0 17600), and 08/618,834 (attorney 

40 docket no. 16528X-01 6400), which are all hereby incorporated by reference for all purposes. However, improved com- 
puter systems and methods are still needed to evaluate, analyze, and process the vast amount of information now 
used and made available by these pioneering technologies. 

Additionally, there is a need for improved computer-aided techniques for monitoring gene expression. Many dis- 
ease states are characterized by differences in the expression levels of various genes either through changes in the 

45 copy number of the genetic DNA or through changes in levels of transcription (e.g. , through control of initiation, provision 
of RNA precursors, RNA processing, etc.) of particular genes. For example, losses and gains of genetic material play 
an important role in malignant transformation and progression. Furthermore, changes in the expression (transciption) 
levels of particular genes (e.g., oncogenes or tumor suppressors), serve as signposts for the presence and progression 
of various cancers. 

so Similarly, control of the cell cycle and cell development, as well as diseases, are characterized by the variations 

in the transcription levels of particular genes. Thus, for example, a viral infection is often characterized by the elevated 
expression of genes of the particular virus. For example, outbreaks of Herpes simplex, Epstein-Barr virus infections 
{e.g., infectious mononucleosis), cytomegalovirus, Varicella-zoster virus infections, parvovirus infections, human pap- 
illomavirus infections, etc. are all characterized by elevated expression of various genes present in the respective virus. 

ss Detection of elevated expression levels of characteristic viral genes provides an effective diagnostic of the disease 
state. In particular, viruses such as herpes simplex, enter quiescent states for periods of time only to erupt in brief 
periods of rapid replication. Detection of expression levels of characteristic viral genes allows detection of such active 
proliferative (and presumably infective) states. 
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SUMMARY OF THE INVENTION 

The present invention provides innovative systems and methods for analyzing biological sequences such as nucleic 
acid sequences. The computer system may analyze hybridization intensities indicating hybridization affinity between 

s nucleic acid probes and a sample nucleic acid sequence in order to call bases in the sample sequence. Multiple base 
calls may be combined to form a single base call. Additionally, the computer system may analyze hybridization inten- 
sities in order to monitor gene expression or the change in gene expression as compared to a baseline. 

According to one aspect of the invention, a computer-implemented method of calling an unknown base in a sample 
nucleic acid sequence comprises the steps of: receiving hybridization intensities for a plurality of sets of nucleic acid 

io probes, each hybridization intensity indicating a hybridization affinity between a nucleic acid probe and the sample 
nucleic acid sequence; computing a base call for the unknown base for each set of probes; and computing a single 
base call for the plurality of sets of probes according to the base call for the unknown base which occurs most often 
for the plurality of sets of probes. Typically, the single base call is displayed on a screen display and a user is afforded 
the opportunity to display or not display the base cases from which the single base call is derived. 

is According to another aspect of the invention, a method of dynamically changing parameters for a computer-im- 

plemented base calling procedure comprises the steps of: generating base calls for at least a portion of a sample 
nucleic acid sequence utilizing the base calling procedure,, the base calling procedure including a parameter that is 
changeable by a user; displaying the base calls for the at least a portion of a sample nucleic acid sequence; displaying 
the parameter of the base calling procedure; receiving input from the user specifying a new value for the parameter of 

20 the base calling procedure; generating updated base calls for the at least a portion of a sample nucleic acid sequence 
utilizing the base calling procedure and the new value for the parameter; and displaying the updated base calls for the 
at least a portion of a sample nucleic acid sequence. Typically the user-changeable parameter is a constant, threshold, 
or range. 

According to another aspect of the invention, a computer-implemented method of monitoring expression of a gene 

25 jn a sample nucleic acid sequence comprises the steps of: inputting a plurality of hybridization intensities of pairs of 
perfect match and mismatch probes, the perfect match probes being perfectly complementary to the gene and the 
mismatch probes having at least one base mismatch with the gene, and the hybridization intensities indicating hybrid- 
ization infinity between the perfect match and mismatch probes and the sample nucleic acid sequence; comparing the 
hybridization intensities of each pair of perfect match probes; and generating a gene expression call of the sample 

30 nucleic acid sequence. In preferred embodiments, the expression call is denoted as expressed, marginal, or absent. 

According to another aspect of the invention, a computer-implemented method of monitoring change in expression 
of a gene in a sample nucleic acid sequence comprises the steps of: inputting a plurality of hybridization intensities of 
pairs of perfect match and mismatch probes, the perfect match probes being perfectly complementary to the gene and 
the mismatch probes having at least one base mismatch with the gene, and the hybridization intensities indicating 

35 hybridization infinity between the perfect match and mismatch probes and the sample nucleic acid sequence; comparing 
the hybridization intensifies of each pair of perfect match probes in order to generate a gene expression level of the 
sample nucleic acid sequence; and determining a change in expression by comparing the gene expression level to a 
baseline gene expression level. The change in expression may be displayed as a graph on the display screen. 

A further understanding of the nature and advantages of the inventions herein may be realized by reference to the 

40 remaining portions of the specification and the attached drawings. 

BRIEF DESCRIPTION OF THE DRAWINGS 

Fig. 1 illustrates an example of a computer system that may be used to execute software embodiments of the 
45 present invention; 

Fig. 2 shows a system block diagram of a typical computer system; 

Fig. 3 illustrates an overall system for forming and analyzing arrays of biological materials such as DNA or RNA; 
Fig. 4 is an illustration of an embodiment of software for the overall system; 
Fig. 5 illustrates the global layout of a chip formed in the overall system; 
so Fig. 6 illustrates conceptually the binding of nucleic acid probes on chips to a labeled target; 

Fig. 7 illustrates nucleic acid probes arranged in lanes on a chip; 

Fig. 8 illustrates a hybridization pattern of a target on a chip with a reference sequence as in Fig. 7; 
Fig. 9 illustrates standard and alternate tilings; 
Fig. 10 shows a screen display of hybridization intensities from a chip; 
55 Fig. 11 is a flowchart of a process of computing a base call from hybridization intensities of related probes; 

Fig. 12 is a flowchart of another process of computing a base call from hybridization intensides of related probes; 

Fig. 13 is a flowchart of a process of calling bases in a group of units; 

Fig. 14 is a flowchart of a process of calling bases for multiple groups of units; 
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Fig. 15 is a flowchart of a process of calling a base for a group of units; 

Fig. 16 is a flowchart of a process of selecting a best group of units for performing a base call; 

Figs. 1 7A and 1 7B show screen displays allowing analysis of nucleotides from experiments from one or more chips; 

Fig. 18 shows a high level flowchart of a process of monitoring the expression of a gene bycomparing hybridization 
s intensities of pairs of perfect match and mismatch probes; 

Fig. 19 shows a flowchart of a process of determining if a gene is expressed utilizing a decision matrix; 

Fig. 20 shows a screen display layout of gene expression monitoring software; 

Figs. 21 A and 21 B show screen displays illustrating the analysis of a selected gene; 

Fig. 22 shows another screen display illustrating the analysis of a selected gene; 
10 Fig. 23 shows a screen display illustrating the comparison of experiments for selected genes; 

Fig. 24 shows another screen display illustrating the comparison of experiments for selected genes; 

Fig. 25 shows another screen display illustrating the comparison of experiments for selected genes with multiple 

graphs in the graphics display area; 

Figs. 26A and 26B show a flowchart of a process of determining the expression of a gene by comparing baseline 
is scan data and experiment scan data; 

Figs. 27A and 27B show screen displays illustrating the monitoring of the change of gene expression between 
experiments; and 

Fig. 28 shows a screen display illustrating a three-dimensional bar graph which illustrates the change of gene 
expression between experiments. 

20 

DESCRIPTION OF PREFERRED EMBODIMENTS 
General 

25 The present invention provides innovative methods of identifying nucleotides (i.e., base calling) in sample nucleic 

acid sequences and monitoring gene expression. In the description that follows, the invention will be described in 
reference to preferred embodiments. However, the description is provided for purposes of illustration and not for limiting 
the spirit and scope of the invention. 

Fig. 1 illustrates an example of a computer system that may be used to execute software embodiments of the 

30 present invention. Fig. 1 shows a computer system I which includes a monitor 3, screen 5, cabinet 7, keyboard 9, and 
mouse 11 . Mouse 11 may have one or more buttons such as mouse buttons 13. Cabinet 7 houses a CD-ROM drive 
1 5 and a hard drive (not shown) that may be utilized to store and retrieve software programs including computer code 
incorporating the present invention. Although a CD-ROM 17 is shown as the computer readable medium, other com- 
puter readable media including floppy disks, DRAM, hard drives, flash memory, tape, and the like may be utilized 

35 Cabinet 7 also houses familiar computer components (not shown) such as a processor, memory, and the like. 

Fig. 2 shows a system block diagram of computer system 1 used to execute software embodiments of the present 
invention. As in Fig. 1, computer system 1 includes monitor 3 and keyboard 9. Computer system I further includes 
subsystems such as a central processor 50, system memory 52, I/O controller 54, display adapter 56, removable disk 
58, fixed disk 60, network interface 62, and speaker 64. Removable disk 58 is representative of removable computer 

40 readable media like floppies, tape, CD-ROM, removable hard drive, flash memory, and the like. Fixed disk 60 is rep- 
resentative of an internal hard drive or the like. Other computer systems suitable for use with the present invention 
may include additional or fewer subsystems. For example, another computer system could include more than one 
processor 50 (i.e., a multi-processor system) or memory cache. 

Arrows such as 66 represent the system bus architecture of computer system 1. However, these arrows are illus- 

« trative of any interconnection scheme serving to link the subsystems. For example, display adapter 56 may be con- 
nected to central processor 50 through a local bus or the system may include a memory cache. Computer system 1 
shown in Fig. 2 is but an example of a computer system suitable for use with the present invention. Other configurations 
of subsystems suitable for use with the present invention will be readily apparent to one of ordinary skill in the art. In 
one embodiment, the computer system is a workstation from Sun Microsystems. 

50 The VLSIPS™ technology provides methods of making very large arrays of oligonucleotide probes on very small 

chips. See U.S. Patent No. 5,143,854 and PCT patent publication Nos. WO 90/15070 and 92/10092, each of which is 
hereby incorporated by reference for all purposes. The oligonucleotide probes on the chip are used to detect comple- 
mentary nucleic acid sequences in a sample nucleic acid of interest (the "target" nucleic acid). 

The present invention provides methods of analyzing hybridization intensity files for a chip containing hybridized 

55 nucleic acid probes. In a representative embodiment, the files represent fluorescence data from a biological array, but 
the files may also represent other data such as radioactive intensity data Therefore, the present invention is not limited 
to analyzing fluorescent measurements of hybridizations but may be readily utilized to analyze other measurements 
of hybridization. 
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For purposes of illustration, the present invention is described as being part of a computer system that designs a 
chip mask, synthesizes the probes on the chip, labels the nucleic acids, and scans the hybridized nucleic acid probes. 
Such a system is fully described in U.S. Patent Application No. 08/249,188 which is hereby incorporated by reference 
for all purposes. However, the present invention may be used separately from the overall system for analyzing data 

5 generated by such systems, such as at remote locations. 

Fig. 3 illustrates a computerized system for forming and analyzing arrays of biological materials such as RNA or 
DNA. A computer 100 is used to design arrays of biological polymers such as RNA or DNA. The computer 100 may 
be, for example, an appropriately programmed IBM personal computer compatible running Windows NT including 
appropriate memory and a CPU as shown in Figs. 1 and 2. The computer system 100 obtains inputs from a user 

10 regarding characteristics of a gene of interest, and other inputs regarding the desired features of the array. Optionally, 
the computer system may obtain information regarding a specific genetic sequence of interest from an external or 
internal database 1 02 such as GenBank. The output of the computer system 100 is a set of chip design computer files 
104 in the form of, for example, a switch matrix, as described in PCT application WO 92/10092, and other associated 
computer files. 

15 The chip design files are provided to a system 106 that designs the lithographic masks used in the fabrication of 

arrays of molecules such as DNA. The system or process 106 may include the hardware necessary to manufacture 
masks 110 and also the necessary computer hardware and software 108 necessary to lay the mask patterns out on 
the mask in an efficient manner. As with the other features in Fig. 3, such equipment may or may not be located at the 
same physical site, but is shown together for ease of illustration in Fig. 3. The system 106 generates masks 110 or 

20 other synthesis patterns such as chrome-on -glass masks for use in the fabrication of polymer arrays. 

The masks 110, as well as selected information relating to the design of the chips from system 100, are used in a 
synthesis system 112. Synthesis system 112 includes the necessary hardware and software used to fabricate arrays 
of polymers on a substrate or chip 114. For example, synthesizer 112 includes a light source 116 and a chemical flow 
cell 118 on which the substrate or chip 114 is placed. Mask 110 is placed between the light source and the substrate/ 

25 chip, and the two are translated relative to each other at appropriate times for deprotection of selected regions of the 
chip. Selected chemical reagents are directed through flow cell 118 for coupling to deprotected regions, as well as for 
washing and other operations. All operations are preferably directed by an appropriately programmed computer 11 9, 
which may or may not be the same computer as the computer(s) used in mask design and mask making. 

The substrates fabricated by synthesis system 112 are optionally diced into smaller chips and exposed to marked 

30 targets. The targets may or may not be complement to one or more of the molecules on the substrate. The targets are 
marked with a label such as a fluorescein label (indicated by an asterisk in Fig. 3) and placed in scanning system 120. 
Scanning system 120 again operates under the direction of an appropriately programmed digital computer 122, which 
also may or may not be the same computer as the computers used in synthesis, mask making, and mask design. The 
scanner 120 includes a detection device 124 such as a confocal microscope or CCD (charge-coupled device) that is 

35 used to detect the location where labeled target (*) has bound to the substrate. The output of scanner 1 20 is an image 
file(s) 1 24 indicating, in the case of fluorescein labeled target, the fluorescence intensity (photon counts or other related 
measurements, such as voltage) as a function of position on the substrate. Since higher photon counts will be observed 
where the labeled target has bound more strongly to the array of polymers, and since the monomer sequence of the 
polymers on the substrate is known as a function of position, it becomes possible to determine the sequence(s) of 

40 polymer(s) on the substrate that are complementary to the target. 

The image the 124 is provided as input to an analysis system 126 that incorporates the visualization and analysis 
methods of the present invention. Again, the analysis system may be any one of a wide variety of computer system 
(s). The present invention provides various methods of analyzing the chip design files and the image files, providing 
appropriate output 128. The present invention may further be used to identify specific mutations in a target such as 

45 DNA or RNA. 

Fig. 4 provides a simplified illustration of the overall software system used in the operation of one embodiment of 
the invention. As shown in Fig. 4, the system first identifies the genetic sequence(s) or targets that would be of interest 
in a particular analysis at step 202. The sequences of interest may, for example, be normal or mutant portions of a 
gene, genes that identity heredity, or provide forensic information. Sequence selection may be provided via manual 

so input of text files or may be from external sources such as GenBank. At step 204 the system evaluates the gene to 
determine or assist the user in determining which probes would be desirable on the chip, and provides an appropriate 
"layout" on the chip for the probes. 

The chip usually includes probes that are complementary to a reference nucleic acid sequence which has a known 
sequence. A wild-type probe is a probe that will ideally hybridize with the reference sequence and thus a wild-type 

55 gene (also called the chip wild-type) would ideally hybridize with wild-type probes on the chip. The target sequence is 
substantially similar to the reference sequence except for the presence of mutations, insertion, deletions, and the like. 
The layout implements desired characteristics such as arrangement on the chip that permits "reading" of genetic se- 
quence and/or minimization of edge effects, ease of synthesis, and the like. 
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Fig. 5 illustrates the global layout of a chip. Chip 114 is composed of multiple units where each unit may contain 
different tilings for the wild-type sequence or multiple wild-type sequences. Unit 1 is shown in greater detail and shows 
that each unit is composed of multiple cells which are areas on the chip that may contain probes. Conceptually, each 
unit includes multiple sets of related cells. As used herein, the term cell refers to a region on a substrate that contains 
5 many copies of a molecule or molecules (e.g., nucleic acid probes). 

Each unit is composed of multiple cells that may be placed in rows (or "lanes") and columns. In one embodiment 
a set of five related cells includes the following: a wild-type cell 220, "mutation" cells 222, and a "blank" cell 224. Cell 
220 contains a wild-type probe that is the complement of a portion of the wild-type sequence. Cells 222 contain "mu- 
tation" probes for the wild-type sequence. For example, if the wild-type probe is 3'-ACGT, the probes 3'-ACAT, 3'-ACCT, 
10 3'-ACGT, and 3'-ACTT may be the "mutation" probes. Cell 224 is the "blank" cell because it contains no probes (also 
called the "blank" probe). As the blank cell contains no probes, labeled targets should not bind to the chip in this area. 
Thus, the blank cell provides an area that can be used to measure the background intensity. 

Again referring to Fig. 4, at step 206 the masks for the synthesis are designed. At step 208 the software utilizes 
the mask design and layout information to make the DNAor other polymer chips. This software 208 will control, among 
15 other things, relative translation of a substrate and the mask, the flow of desired reagents through a flow cell, the 
synthesis temperature of the flow cell and other parameters. At step 210, another piece of software is used in scanning 
a chip thus synthesized and exposed to a labeled target. The software controls the scanning of the chip, and stores 
the data thus obtained in a file that may later be utilized to extract sequence information. 

At step 212 a computer system utilizes the layout information and the fluorescence information to evaluate the 
20 hybridized nucleic acid probes on the chip. Among the important pieces of information obtained from DNA chips are 
the identification of mutant targets and determination of genetic sequence of a particular target. 

Fig. 6 illustrates the binding of a particular target DNA to an array of DNA probes 114. As shown in this simple 
example, the following probes are formed in the array (only one probe is shown for the wild-type probe): 

3'-AGAACGT 
AGACCGT 
AGAGCGT 
AGATCGT 

30 



35 As shown, the set of probes differ by only one base, a single base mismatch at an interrogation position, so the probes 
are designed to determine the identity of the base at that location in the nucleic acid sequence. Accordingly, when 
used herein a unit will refer to multiple sets of related probes, where where set includes probes that differ by a single 
base mismatch at an interrogation position. 

When a fluorescein-labeled (or other marked) target with the sequence 5'-TCTTGCA is exposed to the array, it is 

40 complementary only to the probe 3'-AGAACGT, and fluorescein will be primarily found on the surface of the chip where 
3'-AGAACGT is located. Thus, for each set of probes that differ by only one base, the image file will contain four 
fluorescence intensities, one for each probe. Each fluorescence intensity can therefore be associated with the nucle- 
otide or base of each probe that is different from the other probes. Additionally, the image file will contain a "blank" cell 
which can be used as the fluorescence intensity of the background. By analyzing the five fluorescence intensities 

45 associated with a specific base location, it becomes possible to extract sequence information from such arrays using 
the methods of the invention disclosed herein. 

Fig. 7 illustrates probes arranged in lanes on a chip. A reference sequence (or chip wild-type sequence) is shown 
with five interrogation positions marked with number subscripts. An interrogation position is oftentimes a base position 
in the reference sequence where the target sequence may contain a mutation or otherwise differ from the reference 

50 sequence. The chip may contain five probe cells that correspond to each interrogation position. Each probe cell contains 
a set of probes that have a common base at the interrogation position. For example, at the first interrogation position, 
I,, the reference sequence has a base T. The wild-type probe for this interrogation position is 3-TGAC where the base 
A in the probe is complementary to the base at the interrogation position in the reference sequence. 

Similarly, there are four "mutant" probe cells for the first interrogation position, I,. The four mutant probes are 3'- 

55 TGAC, 3'-TGCC, 3'-TGGC, and 3'-TGTC. Each of the four mutant probes vary by a single base at the interrogation 
position. As shown, the wild-type and mutant probes are arranged in lanes on the chip. One of the mutant probes (in 
this case 3'-TGAC) is identical to the wild-type probe and therefore does not evidence a mutation. However, the re- 
dundancy gives a visual indication of mutations as will be seen in Fig. 8. t 
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Still referring to Fig. 7, the chip contains wild-type and mutant probes for each of the other interrogation positions 
l 2 -J s . In each case, the wild-type probe is equivalent to one of the mutant probes. 

Fig. 8 illustrates a hybridization pattern of a target on a chip with a reference sequence as in Fig. 7. The reference 
sequence is shown along the top of the chip for comparison. The chip includes a WT-lane (wild-type), an A-lane, a C- 

s lane, a G-lane, and a T-lane (or U). Each lane is a row of cells containing probes. The cells in the WT-lane contain 
probes that are complementary to the reference sequence. The cells in the A-, C-, G-, and T-lanes contain probes that 
are complementary to the reference sequence except that the named base is at the interrogation position. 

In one embodiment, the hybridization of probes in a cell is determined by the fluorescent intensity (e.g., photon 
counts) of the cell resulting from the binding of marked target sequences. The fluorescent intensity may vary greatly 

w among cells. For simplicity, Fig. 8 shows a high degree of hybridization by a cell containing a darkened area. The WT- 
lane allows a simple visual indication that there is a mutation at interrogation position l 4 because the wild-type cell is 
not dark at that position. The cell in the C-lane is darkened which indicates that the mutation is from T->G (mutant 
probe cells are complementary so the C-cell indicates a G mutation). In a preferred embodiment, the WT-Lane is not 
utilized so four cells (not including any "blank" cell) are utilized to call a base at an interrogation position. 

T5 In practice, the fluorescent intensities of cells near an interrogation position having a mutation are relatively dark 

creating "dark regions around a mutation. The lower fluorescent intensities result because the cells at interrogation 
positions near a mutation do not contain probes that are perfectly complementary to the target sequence; thus, the 
hybridization of these probes with the target sequence is lower. For example, the relative intensity of the cells at inter- 
rogation positions l 3 and l 5 may be relatively low because none of the probes therein are complementary to the target 

20 sequence. Although the lower fluorescent intensities reduce the resolution of the data, the methods of the present 
invention provide highly accurate base calling within the dark regions around a mutation and are able to identify other 
mutations within these regions. 

Fig. 9 illustrates standard and alternate tilings on a chip. As shown, the chip includes twelve units (units v12 ). 
Units^ are tiled (i.e., designed and synthesized on the chip) to include probes complementary to the same reference 

25 sequence. For identification purposes, this group of units will be called the standard group. In general, base calls for 
the target sequence will be performed utilizing the standard group unless the invention determines that another group 
or groups should be utilized. 

UnitS5_ 8 are tiled to include probes complementary to the same reference sequence, but a reference sequence 
that differs from the reference sequence for the standard group. This group of units will be called an alternate group. 

30 Units 9 . 1 2 comprises another alternate group that are based on a reference sequence that is different from the reference 
sequences of the standard and first alternate groups. Although the reference sequences are different, they are often 
quite similar. For example, the reference sequences may be slightly different mutations of HIV. Embodiments of the 
present invention evaluate and utilize information from tilings based on reference sequences that would typically not 
be used in base calling the target sequence. 

35 The units within a group may include identical probes, probes of different stucture, probes from the same or different 

chips, and the like. For example, one unit may include 5-mer probes with the interrogation position at the third position 
in probes. Another unit may include 10-mer probes with an interrogation position at the sixth position. Additionally, 
these units may have been tiled on the same or different chips. 

The expanded section at the bottom left portion of Fig. 9 illustrates that each block of a unit typically includes four 

40 cells, denoted A, C, G, and T. The base designations specify which base is at the interrogation position of each probe 
within the cell. Typically, there are hundreds or thousands of identical nucleic probes within each cell. 

Although in preferred embodiments the cells may be arranged adjacent to each other in sequential order along 
the reference sequence, there is no requirement that the cells be in any particular location as long as the location on 
the chip is determinable. Additionally, although it may be beneficial to synthesize the different groups on a single chip 

45 for consistency of experiments, the methods of the present invention may be advantageously utilized with data from 
different tilings on different chips. 

Analyzing Target Sequences 

so Fig. 10, shows a screen display of hybridization intensifies from a chip. During analysis, the system receives an 

image file including the scanned image of the hybridized chip. In a preferred embodiment, the image file shows fluo- 
rescent intensities and locations that labeled target nucleic acid sequences or fragments bound to the chip. 

A screen display 260 utilizes the common windowing graphical user interface. The user may select to display the 
image file for inspection. After the user selects the image file to be displayed, a window 262 is displayed that includes 
55 the image file. The image file shown includes multiple rows of A-, C-, G-, and T-lanes. 

As the user moves the cursor over the displayed image file, a status bar 264 indicates the X and Y position of the 
cursor and the fluorescent intensity at that position. Additionally, the user is able to utilize the pointing device to select 
a rectangular area of the image file in order to manipulate the sub-image. For example, the user may magnify the 
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subimage so that the individual cells may be seen more clearly. Additionally, the user may adjust the contrast of the 
intensities to bring to light some differences in hybridization intensity that is not apparent at the current contrast setting. 

Fig. 11 is a flowchart of a process of computing a base call from hybridization intensities of related probes. When 
used herein, "related probes" are probes that differ by a nucleotide base at an interrogation position. Although typically 

s the probes are identical except at the interrogation position, the probes may differ at other base positions as well. 
Accordingly, the related probes differ by at least one base. 

At step 302 the hybridization intensities of the four related probes are adjusted by subtracting the background or 
"blank* cell intensity. Preferably, if a hybridization intensity is then less than or equal to zero, the hybridization intensity 
is set equal to a small positive number to prevent division by zero or negative numbers in future calculations. 

w At step 304, the hybridization intensities are sorted by intensity. The highest intensity is then compared to a pre- 

determined background difference cutoff at step 306. The background difference cutoff is a number that specifies the 
hybridization intensity the highest intensity probe must be over the background intensity in order to correctly call the 
unknown base. Thus, the background adjusted base intensity must be greater than the background difference cutoff 
or the unknown base is deemed to be not accurately callable. 

is if the highest hybridization intensity of the related probes is not greater than the background difference cutoff, the 

unknown base is assigned the code 'NT (insufficient intensity) as shown at step 308. Otherwise, the ratio of the highest 
hybridization intensity and second highest hybridization intensity is calculated as shown at step 310. 

At step 31 2, the ratio calculated at step 31 0 is compared to a predetermined ratio cutoff. The ratio cutoff is a number 
that specifies the ratio required to identify the unknown base. In preferred embodiments, the ratio cutoff if 1.2. If the 

20 ratio is greater than the ratio cutoff, the unknown base is called according to the probe with the highest hybridization 
intensity. Typically, the base is called as the complement of the base at the interrogation position in the highest intensity 
probe as shown at step 314. Otherwise, the ratio of the second highest hybridization intensity and third highest hybrid- 
ization intensity is calculated as shown at step 316. 

At step 318, the ratio calculated at step 316 is compared to the ratio cutoff. If the ratio is greater than the ratio 

25 cutoff, the unknown base is called as being an ambiguity code specifying the complements of interrogation position 
bases of the highest hybridization intensity probe and the second highest hybridization probe as shown at step 320. 
Otherwise, the ratio of the third highest hybridization intensity and fourth highest hybridization intensity is calculated 
as shown at step 322. 

At step 324, the ratio calculated at step 322 is compared to the ratio cutoff. If the ratio is greater than the ratio 

30 cutoff, the unknown base is called as being an ambiguity code specifying the complements of interrogation position 
bases of the highest, second highest and third highest hybridization intensity probes as shown at step 326. Otherwise, 
the unknown base is assigned the code 'X' (insufficient discrimination) as shown at step 328. 

Fig. 12 is a flowchart of another process of computing a base call from hybridization intensities of related probes. 
The flowchart shown operates on hybridization intensities demonstrated by related probes; thus, a base call is made 

35 for the base in the target corresponding to the interrogation position in probes that differ by a single base mismatch at 
the interrogation position. At step 402, the system determines if there is one probe with the highest hybridization to the 
target sequence. If there is not, the base is called as an 'N' meaning ambiguous. For example, if two probes have the 
same highest intensity {i.e., there is a tie), the base would be called as 'N'. 

If there is a single probe that has the highest hybridization to the target, the base is called according to that probe 

40 at step 406. Since the probes are complementary to the target sequence, the base may be called as the complementary 
base (C/G, A/T) to the base at the interrogation position of the probe. 

At step 408, the system determines if the base call is a mutant, meaning it is different than the base in the reference 
sequence. If the base call is not a mutant base call, the base call has been made. Otherwise, the system determines 
checks to make sure certain "mutant" conditions are met at step 410 or the base is called as 'N' at step 412. 

45 Before describing the mutant conditions for one embodiment, it may be beneficial to give labels to the hybridization 

intensifies of the related probes. For illustration purposes "Highlnt" will refer to the highest hybridization intensity, "Sec- 
ondlnt" will refer to the second highest hybridization intensity, "Thirdlnf will refer to the third highest hybridization 
intensity, and "Lowlnt" will refer to the lowest highest hybridization intensity. 

In one embodiment, the mutant conditions include three tests that must all be met to call the base a mutant. A first 

50 test is whether the different between Highlnt and Secondlnt is greater than a difference cutoff. Thus, the system de- 
termines if Highlnt - Secondlnt is greater than a predefined value. This value should be chosen to allow mutant base 
calls only when the highest hybridization intensity is greater than the next highest hybridization intensity by a desired 
amount. 

A second test is whether a first ratio is less than a first ratio cutoff. The first ratio is the following: 

55 



Secondlnt - sqrt(Thirdlnt * Lowlnt) 



Highlnt - sqrtfThirdlnt * Lowlnt) 
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The system determines if this first ratio is less than a predefined value. This value should be chosen to allow mutant 
base calls only when the highest hybridization intensity is a desired ratio greater than the next highest hybridization 
intensity even after the lowest two hybridization intensities are subtracted out. 

A third test is whether a neighbor ratio is greater than a neighbor ratio cutoff. The neighbor ratio is the following: 

5 

Highlnt n 

Highlnt n - sqrt(Highlnt n+1 * Highlnt^ ) 

io where the subscript n designates values for the base position that is being called and n + 1 and n-1 represent values 
for adjacent base positions. Thus, the system determines if the neighbor ratio is greater than a predefined value. This 
value should be chosen to allow mutant base calls only when the highest hybridization intensity is a desired ratio greater 
than the highest hybridization intensity with the adjacent highest hybridization intensities subtracted out. 

Accordingly, in a preferred embodiment, only if all of the mutant conditions are met will the base be called a mutant 
is base. This embodiment recognizes that mutations are fairly rare so a mutant base should only be called when there 
is a high likelihood that there has been a mutation. If the mutant conditions are not met, the base may be called as 
ambiguous or as the same as the reference sequence (which statistically may be the correct base call). 

Although a preferred embodiment utilizes three mutant conditions, other embodiments may use a single mutant 
condition {e.g., one of the conditions described above). Other embodiments may utilize other base calling methods 
20 including the ones described in the U.S. Patent Applications previously incorporated by reference. 

Fig. 13 is a flowchart of a process of calling bases in a group of units. As indicated earlier, a unit includes multiple 
sets of related cells, where the related Cells include probes that differ by a single base at an interrogation position. In 
a typical embodiment, the system initially receives input on the hybridization intensities {e.g., from the image data file 
produced by a scanner that scans the hybridized chip) and the structure of the probes that correspond to the hybridi- 
25 zation intensities. In preferred embodiments, the background intensity {e.g., intensity measured from "blank" cells or 
other areas of the chip without probes) are subtracted from the measured hybridization intensities. The background 
subtracted hybridization intensities may also be limited to have a minimum hybridization intensity of I {e.g., one photon 
count). 

The hybridization intensity describes the extent of hybridization that was measured between a probe (or multiple 
30 copies of a probe) and the target sequence. As an example, the hybridization intensity may refer to the mean of the 
photon counts recorded from a cell, the photon counts resulting from fluorescein labeled target sequences that bound 
to probes in the cell. 

At step 452, the system gets a base position in the target sequence to be called. The system then computes a 
base call for each unit of the group at step 454. Therefore, the hybridization intensities for the related cells of each unit 
35 at the base position are analyzed. With this analysis (embodiments of which were described in more detail in reference 
to Figs. 11 and 12), the system computes a base call for each unit. Thus, if there are five units in the group, five base 
calls may be produced. 

The system analyzes the base calls of the units of the group at step 456 in order to compute a base call for the 
group. In one embodiment, the system calls the base according to the base which is called most often by the units. 
40 For example, if there are five units and the following base calls were made for each unit: 

T - three units 
'G' - one unit 
'N' - one unit 

45 

The base will be called a T since three out of five units agree. Ties may be broken by analyzing other factors like the 
highest average hybridization intensity of the unit or units that call each base in the tie. In a preferred embodiment, the 
invention utilizes the process described in Fig. 15. 

At step 458, it is determined whether there is next base position to analyze. The present invention may be utilized 

so to call all the bases of a target nucleic acid sequence so the process may, in effect, 'walk" through the base positions. 
Additionally, the invention may be utilized to call only certain base positions {e.g., mutation positions) so the process 
may skip certain base positions altogether. 

Fig. 14 is a flowchart of a process of calling bases for multiple groups of units. As shown in Fig. 9, there may be 
multiple groups on one or more chips that are to be analyzed. The multiple groups may be filed according to different 

55 reference sequences; however, this does not mean that all of their hybridization information may not be utilized. Typ- 
ically, it is assumed that the reference sequence for the standard group is expected to be the most identical to the 
target sequence. However, if one of the alternate groups is determined to be more identical {i.e., better for making a 
base call), then that group will be used to make the base call. 
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At step 502, the system computes base calls in the units of the standard and alternate groups. The base calling 
may be done as was described in reference to Fig. 13. 

The system then computes a base call for each group of units at step 504. This may be accomplished by determining 
the base that is called most often by the units. Alternatively, the base call for the group may be determined utilizing the 
5 process which will be described in more detail in reference to Fig. 15. 

After the system has determined a base call for each group of units (both the standard and alternate tilings), the 
system identifies a base position at step 506. The system then determines the best group of units for this base position 
to be utilized to make the base call. In general, selecting the best group may involve determining which reference 
sequence of the groups has the fewest mismatches with the target sequence near or in a window around the interro- 
io gation position. The group of units that has the fewest mismatches near the interrogation position may have the highest 
likelihood of producing the most accurate base call. An embodiment of selecting the best group will be described in 
more detail in reference to Fig. 16. 

At step 510, the system calls the base at the identified base position according to the best group of units {i.e., 
utilizing the base call for the group that was computed at step 504). Once the base call has been made, the system 
is determines if there is a next base position to perform a base call. If there is another base position to be called, the 
system proceeds to call that base position at step 506. 

Fig. 15 is a flowchart of a process of calling a base for a group of units. At step 602, the system determines if a 
majority of units call the same base at the specified base position. The majority is determined upon reference to only 
those units that call a base (e.g., do not call as ambiguous or 'N'). For example, assume that there are seven units and 
20 the following base calls have been made for the units: 

'G' - three units 
T' - one unit 
'N' - four units 

Since three out of four of the nonambiguous base calls are 'G\ the system will initially call the base as a 'G' for the 
group of units. The base will be called as the majority base unless an exception rule applies at step 604. 

The exception rules specify conditions which dictate what base call should be made for the group of units. These 
rules may include conditions that change a majority base call and may include conditions to deal with situations when 

30 there is not a base call that a majority of units call. In a preferred embodiment, the exception rules include tie breaking 
rules which analyze the hybridization intensity of neighboring probes {e.g., one unit calls one base and another unit 
calls a different base). Additionally, the exception rules specify that if three units call different bases with one of the 
calls being for the reference base, the system should call the base as the reference for the group of units. Other 
exception rules are described in the Appendix. 

35 At step 606, the system determines if an exeption rule applies. If an exception rule does apply, the rule is applied 

at step 608. 

Fig. 16 is a flowchart of a process of selecting a best group of units for performing a base call. Selecting the best 
group involves determining which reference sequence of the groups has the fewest mismatches with the target se- 
quence near the interrogation position. The group of units that has the fewest mismatches near the interrogation position 

40 may have the highest likelihood of producing the most accurate base call. The window around the interrogation position 
which is analyzed may be a set value or set according to the probe structure. For example, if the maximum distance 
that the probes for all the groups extend from the interrogation position is eight base positions to one side of the 
interrogation position and ten base positions to the other side of the interrogation position, the window may be set as 
including this range of base positions. 

45 At step 702, the system calculates mismatch scores for the standard and alternate groups of units. The mismatch 

store is an indication of how many mismatches a reference sequence appears to have with the target sequence. In 
order to determine a mismatch score, the system may only analyze base positions where at least two of the reference 
sequences differ. Thus, if all the reference sequences are identical at a base position, this base position may be skipped. 
At each base position where at least two reference sequences differ, the system determines if the base call for a 

so group (the base call indicating the likely base in the target sequence) at each of these positions differs from the cor- 
responding base of the reference sequence. If the base call and the base for the reference sequence differ, the mismatch 
score is incremented by one. Initially, the mismatch scores for each group is set to zero. 

Conceptually, it should be understood that the mismatch score is an indication the number of base positions in a 
portion of the reference sequence that differ from the target sequence (optionally excluding those positions where all 

ss the reference sequences are the same). To better illustrate this concept, the following simple example is presented. 
Assume there is a standard group and two alternate groups as follows; 
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reference 
base calls 



St andard Grtmp 

ACGGATfiAGATACGA 

ACTGATfiAGATACGA 



1 



5 



reference 
base calls 




ACTGATOAGATACGA 
ACTGATGAGATACGA 



Mismatch Score 
0 



10 



reference 
base calls 



Alternate GrpupJE 

ACGGATfiAGATACGT 

ACTGATOAGATACGA 



Mismatch Score 
2 



15 



The underlined bases correspond to the base position which is being analyzed. The bolded base positions indicate 
base positions where at least two of the reference sequences differ. At these bolded base positions, the standard group 
has one base position where the reference sequence differs from the target sequence (as indicated by the base calls) 
so the mismatch score is 1. Similarly, the first alternate group has a mismatch score of 0 and the second alternate 

20 group has a mismatch score of 2. 

As alternate group 1 has the lowest mismatch score, that group would be utilized to call the base at the base 
position being analyzed. In this simple example, the base call is not different for any of the groups as this example is 
intended to illustrate how the best group may be selected. However, what is important is that the invention recognizes 
that the more mismatches that occur near a base position, the less accurate the base call will become. This result is 

25 brought upon by the fact that a mismatch between the reference sequence and the target sequence creates any area 
where the probes interrogating neighboring base positions include a single base mismatch. Single base mismatches 
lower the hybridization intensity and may produce inaccurate results. 

At step 704, the system determines if a mismatch score of the standard groups is less than or equal to the mismatch 
scores of alternate groups. If the standard group has the lowest mismatch score (or ties), then the base call performed 

30 according to the standard group. 

The system determines if a single alternate group has the lowest mismatch score at step 708. If so, that alternate 
group is utilized to make the base call at step 710. Otherwise, there are more than one alternate groups that have the 
same mismatch scores. If this is the case, the alternate group may be chosen which includes units that most consistently 
called the base at step 71 2. For example, if two alternate groups have the same lowest mismatch score but one group's 

35 units all called the same base and the other group's units were split, the alternate group that called the same base 
would be utilized. Other methods of determining the best group in the event of a mismatch score tie may also be utilized. 

Fig. 17A shows a screen displays allowing analysis of nucleotides from experiments from one or more chips. A 
screen display 802 includes multiple screen areas that display different information to the user. A screen area 804 
includes the name of a reference sequence which in this example is PRT 440A which are antisense regions (Protease 

40 Reverse Transcriptase) of the HIV virus. The reference sequence is typically used as a baseline with which to compare 
sample sequences. Although the reference sequence on the screen may be the chip wild-type sequence for which the 
chips were tiled, there is no requirement that this is the case. 

A screen area 806 includes the nucleotide sequence for the reference sequence for the probe array. The base 
position of each nucleotide is shown above screen area 806. Screen area 806 also sohows the reference sequence 

45 for each unit if "expanded" in the user interface. 

A screen area 808 shows the user the chip and composite files that are currently being analyzed. A chip file (e.g., 
ends in ".CHP") includes data obtained from a single chip. A composite file (e.g., ends in \CMP*) includes data obtained 
from more than one chip. When a user opens a chip or composite file for analysis, the pathname of the file is displayed 
in screen area 808. 

so Information from the chip and composite files may be displayed in screen areas 810 and 812. Screen area 810 

includes the names of sample sequences currently being analyzed from the chip or composite files. The name of the 
sample sequence is typically chosen to enable the user to readily determine the what the sample sequence represents. 
Screen area 812 includes the nucleotide sequence for the sample sequences. The base position of each nucleotide 
in screen area is the same as indicated above screen area 806. Accordingly, the system automatically aligns the 

ss reference and sample sequences for easier analysis. 

Fig. 17A has been described in order to familiarize the reader with the layout of the screen display. However, as 
illustrated by Fig. 17B, the invention allows the user to hide (not display) and summarize information from chip and 
composite files. For example, if a user "clicks on or activates the screen icon plus sign in front of the composite filename 
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in screen area 808, the system displays more information about the composite file. As shown, the method that was 
utilized to combine the information from the chip files may be shown along with the individual chip files. 

Additionally, if a user activates the screen icon plus sign in front of the chip filename in screen area 808, the system 
displays more information about the chip file including the process or procedure that was utilized to calls bases. In Fig. 

5 1 7B, the base calling procedure was the "Ratio Base Algorithm" which was described in reference to Fig. 1 0. Addition- 
ally, the user is able to modify parameters for the base calling procedure which will be immediately reflected in the 
base calls shown on the display screen. For example, the ratio cutoff ("Ratio") is displayed as 1 .2. If a user increases 
the ratio cutoff to 1 .4, the system would then recalculate the base calls for the chip and the new base calls would be 
reflected in screen area 81 2. The parameters may be any values the are input into the base calling procedure including 

10 constants, thresholds, ranges, and the like. 

Fig. 1 7B also illustrates that the system is able to combine data from multiple experiments (including various tilings) 
for easier reading of the user. The sample sequence 440-2 A was shown in Fig. 17A and has been expanded in Fig. 
1 7B to show that the base calls are derived from multiple experiments, where the data from multiple experiments may 
be from a single chip or multiple chips. In other words, the nucleotide sequence shown for sample sequence 440-2A 

is jn Figs. 17A and 17B do not represent a single experiment but actually a combination or consensus from multiple 
experiments. The user is able to review the data from each of the experiments as shown in Fig. 17B which includes 
displaying the hybridization intensities for each related base. The system allows the user to highlight a base position 
for analysis as shown for base position 100. 

Referring again to Fig. 17A, a screen icon plus sign is displayed in front of the name of the sample sequence 

20 "440-2A." By activating the screen icon, the system displays each of the individual calls that make up the composite 
base call. As shown in Fig. 17B, the composite base call is derived from multiple base calls. The multiple base calls 
are aligned with the composite base call according to base position. The invention provides great flexibility to the user 
for displaying, hiding, and summarizing data for analyzing sequences. 

25 Monitoring Gene Expression 

Fig. 1 8 shows a high level flowchart of a process of monitoring the expression of a gene by comparing hybridization 
intensities of pairs of perfect match and mismatch probes. The term "perfect match probe" refers to a probe that has 
a sequence that is perfectly complementary to a particular target sequence. The test probe is typically perfectly com- 

30 plementary to a portion (subsequence) of the target sequence. The term "mismatch control" or "mismatch probe" refer 
to probes whose sequence is deliberately selected not to be perfectly complementary to a particular target sequence. 
For each mismatch (MM) control in a high-density array there typically exists a corresponding perfect match (PM) probe 
that is perfectly complementary to the same particular target sequence. 

The process compares hybridization intensities of pairs of perfect match and mismatch probes that are preferably 

35 covalently attached to the surface of a substrate or chip. Most preferably, the nucleic acid probes have a density greater 
than about 60 different nucleic acid probes per 1 cm* of the substrate. Although the flowcharts show a sequence of 
steps for clarity, this is not an indication that the steps must be performed in this specific order. One of ordinary skill in 
the art would readily recognize that many of the steps may be reordered, combined, and deleted without departing 
from the invention. 

40 Initially, nucleic acid probes are selected that are complementary to the target sequence (or gene). These probes 

are the perfect match probes. Another set of probes is specified that are intended to be not perfectly complementary 
to the target sequence. These probes are the mismatch probes and each mismatch probe includes at least one nu- 
cleotide mismatch from a perfect match probe. Accordingly, a mismatch probe and the perfect match probe from which 
it was derived make up a pair of probes. As mentioned earlier, the nucleotide mismatch is preferably near the center 

45 of the mismatch probe. 

The probe lengths of the perfect match probes are typically chosen to exhibit high hybridization affinity with the 
targer sequence. For example, the nucleic acid probes may be all 20-mers. However, probes of varying lengths may 
also be synthesized on the substrate for any number of reasons including resolving ambiguities. 

The target sequence is typically fragmented, labeled and exposed to a substrate including the nucleic acid probes 

so as described earlier. The hybridization intensities of the nucleic acid probes is then measured and input into a computer 
system. The computer system may be the same system that directs the substrate hybridization or it may be a different 
system altogether. Of course, any computer system for use with the invention should have available other details of 
the experiment including possibly the gene name, gene sequence, probe sequences, probe locations on the substrate, 
and the like. 

55 Referring to Fig. 18, after hybridization, the computer system receives input of hybridization intensities of the mul- 

tiple pairs of perfect match and mismatch probes at step 902. The hybridization intensities indicate hybridization affinity 
between the nucleic acid probes and the target nucleic acid (which corresponds to a gene). Each pair includes a perfect 
match probe that is perfectly complementary to a portion of the target nucleic acid and a mismatch probe that differs 
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from the perfect match probe by at least one nucleotide. 

At step 904, the computer system compares the hybridization intensities of the perfect match and match probes 
of each pair. If the gene is expressed, the hybridization intensity (or affinity) of a perfect match probe of a pair should 
be recognizably higher than the corresponding mismatch probe. Generally, if the hybridizations intensifies of a pair of 
s probes are substantially the same, it may indicate the gene is not expressed. However, the determination is not based 
on a single pair of probes; the determination of whether a gene is expressed is based on an analysis of many pairs of 
probes. An exemplary process of comparing the hybridization intensities of the pairs of probes will be described in 
more detail in reference to Fig. 19. 

After the system compares the hybridization intensity of the perfect match and mismatch probes, the system indi- 
io cates expression of the gene at step 906. As an example, the system may indicate an expression call to a user that 
the gene is either present (expressed), marginal or absent (unexpressed). 

Fig. 19 shows a flowchart of a process of determining if a gene is expressed utilizing a decision matrix. At step 
952, the computer system receives raw scan data of N pairs of perfect match and mismatch probes. In a preferred 
embodiment, the hybridization intensities are photon counts from a fluorescein labeled target that has hybridized to 
*5 the probes on the substrate. For simplicity, the hybridization intensity of a perfect match probe will be designed "l pm " 
and the hybridization intensity of a mismatch probe will be designed "l mm ." 

Hybridization intensities for a pair of probes is retrieved at step 954. The background signal intensity is subtracted 
from each of the hybridization intensities of the pair at step 956. Background subtraction may also be performed on 
all the raw scan data at the same time. 
20 At step 958, the hybridization intensities of the pair of probes are compared to a difference threshold (D) and a 

ratio threshold (R). It is determined if the difference between the hybridization intensities of the pair (l pm - l mm ) is greater 
than or equal to the difference threshold AND the quotient of the hybridization intensities of the pair (l pm - l mm ) is greater 
than or equal to the ratio threshold. The difference thresholds are typically user defined values that have been deter- 
mined to produce accurate expression monitoring of a gene or genes. In one embodiment, the difference threshold is 
25 20 and the ratio threshold is 1 .2, 

If l pm - l mm > = D and l pm / l mm > = R, the value NPOS is incremented at step 960. In general, NPOS is a value 
that indicates the number of pairs of probes which have hybridization intensities indicating that the gene is likely ex- 
pressed. NPOS is utilized in a determination of the expression of the gene. 

At step 962, it is determined if \ mm - l pm > = D and l mm / l pm > = R. If this expression is true, the value NNEG is 
30 incremented at step 964. In general, NNEG is a value that indicates the number of pairs of probes which have hybrid- 
ization intensities indicating that the gene is likely not expressed. NNEG, like NPOS, is utilized in a determination of 
the expression of the gene. 

For each pair that exhibits hybridization intensities either indicating the gene is expressed or not expressed, a log 
ratio value (LR) and intensity difference value (IDIF) are calculated at step 966. LR is calculated by the log of the 
35 quotient of the hybridization intensities of the pair (l pm / l mm ). The IDIF is calculated by the difference between the 
hybridization intensities of the pair (l pm - l mm ). If there is a next pair of hybridization intensities at step 968, they are 
retrieved at step 954. 

At step 972, a decision matrix is utilized to indicate if the gene is expressed. The decision matrix utilizes the values 
N, NPOS, NNEG, and LR (multiple LRs). The following four assignments are performed: 

40 

P1 = NPOS / NNEG 
P2 = NPOS/N 

P3 = (10 * SUM(LR)) 7 (NPOS + NNEG) 

4S These P values are then utilized to determine if the gene is expressed. 

For purposes of illustration, the P values are broken down into ranges. If P1 is greater than or equal to 2.1 , then 
A is time. If P1 is less than 2. 1 and greater than or equal to 1 .8, then B is true. Otherwise, C is true. Thus, P1 is broken 
down into three ranges A, B and C. This is done to aid the readers understanding of the invention. 

Thus, all of the P values are broken down into ranges according to the following: 

50 

A=(P1 > = 2.1) 
B=(2,1 >P1 > = 1.8) 
C = (P1 < 1.8) 

55 X = (P2> = 0.35) 

Y = (0.35 > P2 > = 0.20) 
Z = (P2<0.20) 
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Q = (P3>= 1.5) 

R= (1.5>P3>= 1.1) 

S = (P3<1.1) 

s Once the P values are broken down into ranges according to the above boolean values, the gene expression is deter- 
mined. 

The gene expression is indicated as present (expressed), marginal or absent (not expressed). This gene is indi- 
cated as expressed if the following expression is true: A and (X or Y) and (Q or R). In other words, the gene is indicated 
as expressed if P1 > = 2.1 , P2 > - 0.20 and P3 > = 1.1 . Additionally, the gene is indicated as expressed if the following 
10 expression is true: B and X and Q. 

With the forgoing explanation, the following is a summary of the gene expression indications: 



Present 


A and (X or Y) and (Q or R) 




R and X and I 


Marginal 


A and X and S 




B and X and R 




B and Y and (Q or R) 


Absent 


All others cases (e.g., any C combination) 



In the output to the user, present may be indicated as "P," marginal as "M" and absent as "A" at step 974. 
Once all the pairs of probes have been processed and the expression of the gene indicated, an average of ten 

25 times the LRs is computed at step 975. Additionally, an average of the IDIF values for the probes that incremented 
NPOS and NNEG is calculated, which may be utilized as an expression level. These values may be utilized for quan- 
titative comparisons of this experiments with other experiments. 

Quantitative measurements may be performed at step 976. For example, the current experiment may be compared 
to a previous experiment (e.g., utilizing values calculated at step 970). Additionally, the experiment may be compared 

so to hybridization intensities of RNA (such as from bacteria) present in the biological sample in a known quantity. In this 
manner, one may verify the correctness of the gene expression indication of call, modify threshold values, or perform 
any number of modifications of the preceding. 

For simplicity, Fig. 1 9 was described in reference in a single gene. However, the process may be utilized on multiple 
genes in a biological sample. Therefore, any discussion of the analysis of a single gene is not an indication that the 

35 process may not be extended to processing multiple genes. 

Fig. 20 shows a screen display layout of gene expression monitoring software. A screen display 1000 is divided 
into two sections: a graphics display area 1 002 and a data display area 1 004. The graphics display area is for displaying 
graphs which will aid the user in interpreting the data. The data display area is for displaying the underlying data so 
the user may evaluate the underlying data for gene expression. 

40 As will be shown in subsequent screen displays, the data display area is preferably organized in a table having 

rows and columns. Each column has a heading indicating the data that resides in the column. Each row represents 
data from a single experiment or combination of experiments for a gene. The term "experiment" is used herein to 
describe a process that created data. For example, a single image file of a hybridized chip may produce many "exper- 
iments" for a number of genes. Additionally, experiments may refer to data obtained from different chips. 

45 Fig. 21 A shows a screen display illustrating the analysis of a selected gene. A screen display 1030 includes a 

graphics display area that illustrates with bar graphs the hybridization intensities of perfect match probes and mismatch 
probes at each base position in a selected gene. The gene selected is shown highlighted in a data display area 1034. 

The data display area includes a number of column headings. The Experiment Name refers to a user-defined 
name for the experiment. The Gene Name is the name of the gene. The numbers Positive and Negative refer to the 

50 values NPOS and NNEG as described in reference to Fig. 1 9. The Pairs column indicates the number of perfect match 
and mismatch probe pairs that were utilized in the analysis of the gene. The Pos Fraction column indicates the fraction 
of probe pairs that were scored as positive (i.e., Positive/Pairs). 

The Avg Ratio column indicates the average of l pm /l mm for all probes for a gene. The Log Avg column indicates 
the average of the log(l pm /l mm ). The PM Excess column indicates the number of perfect match probes that exhibit a 

55 hybridization intensity above a user defined threshold. The MM Excess indicates the number of mismatch probes that 
exhibit a hybridization intensity above a user defined threshold. Referring now to Fig. 21 B, the Pos/Neg Column indi- 
cates ratio of the Positive column to the Negative column ("Inf" is utilized if the Negative column includes a zero). The 
Avg Diff column indicates the average intensity difference for the gene. The average intensity difference was computed 
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at step 975 of Fig. 19 {i.e., average(IDlF)). 

The Abs Call column indicates the gene expression call (or the experiment. The values in this column may be "P" 
for present, "M" for marginal and "A" for absent. The gene expression call for a preferred embodiment is described in 
more detail in reference to step 974 of Fig. 19. 

5 As the user selects an experiment, the graphics display area displays graphs to aid the user in interpreting the 

data, A button bar 1034 enables the user to select which graph or graphs to display in the graphics display area. 
Additionally, the user is able to sort the data in the display data are according to values in a selected column. 

Fig. 22 shows another screen display illustrating the analysis of a selected gene. A screen display 1060 includes 
a graphics display area 1062 illustrating a graph of the ratio of the hybridization intensity of the perfect match probe to 

io the mismatch probe at each base position. The x-axis is the base position and the y-axis is the ratio of hybridization 
intensities. The statistical ratio threshold is plotted on the graph, which in this example is 1 .2. this graph may be utilized 
by the user to analyze how many probe pairs (l pm /l mm ) are above or below the threshold. The graph also includes the 
gene and experiment names. 

Fig. 23 shows a screen display illustrating the comparison of experiments for selected genes. A screen display 

is 1160 includes a graphics display area 1062 and a data display are 1164. The graphics display area includes a graph 
of the ratio of the hybridization intensity of the perfect match probe to the mismatch probe at each base position for 
each of the experiments/genes selected in the data display area. In a preferred embodiment, the experiment name, 
gene name, and data plot are a different color for each gene to allow the user to more easily see the differences 
between or among selected genes. 

20 Fig. 24 shows another screen display illustrating the comparison of experiments for selected genes. A screen 

display 1 200 includes a graphics display area 1 202 illustrating the expression levels of genes selected in a data display 
area 1204. The graph of the expression levels of the selected genes is a bar graph. In a preferred embodiment, the 
expression level is defined as the average intensity difference (see average(IDIF) in Fig. 19). The graph also includes 
the gene and experiment names. 

25 Fig. 25 shows another screen display illustrating the comparison of experiments for selected genes with multiple 

graphs in the graphics display area. A screen display 1230 includes a graphics display area 1232 depicting multiple 
graphs for analyzing the genes selected in a data display area 1234. An expression level graph 1236, an average 
intensity difference graph 1238 and a hybridization intensity graph 1240 are shown for the selected genes. 

Figs. 26A and 26B show the flow of a process of determining the expression of a gene by comparing baseline 

30 scan data and experimental scan data. For example, the baseline scan data may be from a biological sample where 
it is known the gene is expressed. Thus, this scan data may be compared to a different biological sample to determine 
if the gene is expressed. Additionally, it may be determined how the expression of a gene or genes changes over time 
in a biological organism. Accordingly, the term "baseline" means that it will be used as a point of reference. 

At step 1 302, the computer system receives raw scan data of N pairs of perfect match and mismatch probes from 

35 the baseline. The hybridization intensity of a perfect match probe from the baseline will be designed "l pm " and the 
hybridization intensity of a mismatch probe from the baseline will be designed "l mm ." The background signal intensity 
is subtracted from each of the hybridization intensities of the pairs of baseline scan data at step 1304. 

At step 1 306, the computer system receives raw scan data of N pairs of perfect match and mismatch probes from 
the experimental biological sample. The hybridization intensity of a perfect match probes from the experiment will be 

40 designed "J pm " and the hybridization intensity of a mismatch probe from the experiment will be designed m J mm * The 
background signal intensity is subtracted from each of the hybridization intensities of the pairs of experimental scan 
data at step 1 308. 

The hybridization intensities of an I and J pair may be normalized at step 1310. For example, the hybridization 
intensities of the I and J pairs may be divided by the hybridization intensity of control probes. 

45 At step 1312, the hybridization intensities of the I and J pair of probes are compared to a difference threshold 

(DDIF) and a ratio threshold (RDIF). It is determined if the difference between the hybridization intensities of the one 
pair (J pm - J mm ) and the other pair (l pm - l mm ) are greater than or equal to the difference threshold AND the quotient of 
the hybridization intensities of one pair (J pm - l mm ) and the other pair (l pm - l mm ) are greater than or equal to the ratio 
threshold. The difference thresholds are typically user defined values that have been determined to produce accurate 

so expression monitoring of a gene or genes. 

» (Jpm - Jmm) - Opm " 'mm) > = DDIF and (J pm - J mm ) / (l pm - l mm ) > = RDIF, the value NINC is incremented at step 
1314. In general, NINC is a value that indicates the experimental pair of probes indicates that the gene expression is 
likely greater (or increased) than the baseline sample. NINC is utilized in a determination of whether the expression 
of the gene is greater (or increased), less (or decreased) or did not change in the experimental sample compared to 

55 the baseline sample. 

At step 1316, it is determined if (J pm - J mm ) - (l pm - l mm ) > = DDIF and (J pm - J mm ) / (l pm / \ mm ) > = RDIF. If this 
expression is true, NDEC is incremented. In general, NDEC is a value that indicates the experimental pair of probes 
indicates that the gene expression is likely less (or decreased) than the baseline sample. NDEC is utilized in a deter- 
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mination of whether the expression of the gene is greater (or increased), less (or decreased) or did not change in the 
experimental sample compared to the baseline sample. 

For each of the pairs that exhibits hybridization intensities either indicating the gene is expressed more or less in 
the experimental sample, the values NPOS, NNEG and LR are calculated for each pair of probes. These values are 
5 calculated as discussed above in reference to Fig. 19. A suffix of either "B" or "E" has been added to each value in 
order to indicate if the value devotes the baseline sample or the experimental sample, respectively. If there are next 
pairs of hybridization intensities at step 1 322, they are processed in a similar manner as shown. 

Referring now to Fig. 26B, an absolute decision computation is performed for both the baseline and experimental 
samples at step 1324. The absolute decision computation is an indication of whether the gene is expressed, marginal 
to or absent in each of the baseline and experimental samples. Accordingly, in a preferred embodiment, this step entails 
performing steps 972 and 974 from Fig. 19 for each of the samples. This being done, there is an indication of gene 
expression for each of the samples taken alone. 

At step 1 326, a decision matrix is utilized to determine the difference in gene expression between the two samples. 
This decision matrix utilizes the values, N, NPOSB, NPOSE, NNEGB, NNEGE, NINC, NDEC, LRB, and LRE as they 
is were calculated above. The decision matrix performs different calculations depending on whether NINC is greater than 
or equal to NDEC. The calculations are as follows. 

If NINC > = NDEC, the following four P values are determined; 

P1 = NINC / NDEC 
20 P2 = NINC/N 

P3 = ((NPOSE - NPOSB) - (NNEGE - NNEGB)) / N 
P4 = 1 0 * SUM(LRE - LRB) / N 

These P values are then utilized to determine the difference in gene expression between the two samples. 
25 For purposes of illustration, the P values are broken down into ranges as was done previously. Thus, all of the P 

values are broken down into ranges according to the following: 



A = 


(P1 > = 2.8) 


B = 


(2.8 >P1 >=2.0) 


C = 


(P1 < 2.0) 


X = 


(P2 > = 0.34) 


Y = 


(0.34 > P2 >= 0.24) 


Z = 


(P2 < 0.24) 


M = 


(P3 > = 0.20) 


N = 


(0.20 >P3> = 0.12) 


o = 


(P3<0.12) 


Q = 


(P4 > = 0.9) 


R = 


(0.9 > P4 > = 0.5) 


S = 


(P4<0.5) 



Once the P values are broken down into ranges according to the above boolean values, the difference in gene expres- 
45 sion between the two samples is determined. 

In this case where NINC > = NDEC, the gene expression change is indicated as increased, marginal increase or 
no change. The following is a summary of the gene expression indications: 





Increased 


A and (X or Y) and (Q or R) md (M or N or O) 


50 




A and (X or Y) and (Q or R or S) and (M or N) 






B and (X or Y) and (Q or R) and (M or N) 






A and X and (Q or R or S) and (M or N or O) 


55 


Marginal 


A or Y or S or O 




Increase 


B and (X or Y) and (Q or R) and O 
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(continued) 




B and (X or Y) and S and (M or N) 

C and (X or Y) and (Q or R) and (M or N) 


No Change 


All others cases (e.g., any Z combination) 



In the output to the user, increased may be indicated as "I," marginal increase as "Ml" and no change as *NC." 
If NINC < NDEC, the following four P values are determined: 

P1 = NDEC / NINC 
P2 = NDEC / N 

P3 = ((NNEGE - NNEGB) - (NPOSE - NPOSB)) / N 
P4=10*SUM(LRE-LRB)/N 

These P values are then utilized to determine the difference in gene expression between the two samples. 

The P values are broken down into the same ranges as for the other case where NINC > = NDEC. Thus, P values 
in this case indicate the same ranges and will not be repeated for the sake of brevity. However, the ranges generally 
indicate different changes in the gene expression between the two samples as shown below. 

In this case where NINC < NDEC, the gene expression change is indicated as decreased, marginal decrease or 
no change. The following is a summary of the gene expression indications: 



Decreased 



Marginal 
Decrease 



No Change 



A and (X or Y) and (Q or R) and (M or N or O) 
A and (X or Y) and (Q or R or S) and (M or N) 
B and (X or Y) and (Q or R) and (M or N) 
A and X and (Q or R or S) and (M or N or O) 
A or Y or S or O 

B and (X or Y) and (Q or R) and O 
B and (X or Y) and S and (M or N) 
C and (X or Y) and (Q or R) and (M or N) 

All others cases (e.g., any 2 combination) 



In the output to the user, decreased may be indicated as "D, ' marginal decrease as "MD" and no change as "NC 

The above has shown that the relative difference between the gene expression between a baseline sample and 
an experiment sample may be determined. An additional test may be performed that would change an I, Ml, D, or MD 
(i.e., not NC) call to NC if the gene is indicated as expressed in both samples (e.g., from step 1324) and the following 
expressions are all true: 



Average(IDIFB) > = 200 
Average(IDIFE)> = 200 
1 .4 > = Average(IDIFE) / Average(IDIFB) > = 



0.7 



Thus, when a gene is expressed in both samples, a call of increased or decreased (whether marginal or not) will be 
changed to a no change call if the average intensity difference for each sample is relatively large or substantially the 
same for both samples. The IDIFB and IDIFE are calculated as the sum of all the IDIFs for each sample divided by N. 



At step 1328, values for quantitative difference evaluation are calculated. An average of ((J pi 



n) " Opm ~ 'mm)) 



for each of the pairs is calculated. Additionally, a quotient of the average of J pm - J mm and the average of l pm - l mm is 
calculated. These values may be utilized to compare the results with other experiments in step 1330. 

Fig. 27A shows a screen display illustrating the monitoring of the change of gene expression between experiments. 
A screen display 1400 includes a graphics display area 1402 and a data display area 1404. A user begins the com- 
parison of experiments for a gene by selecting two experiments for a gene. For simplicity, we will call one baseline 
data and the other experimental data, meaning it will be compared to the baseline. For example, a user may select 
two experiments for the gene with the name "g1 82506." A comparison of two experiments is an experiment itself so 
the user is able to enter an experiment name which was entered as "foo" in the data display area of Fig. 27A. Fig. 27B 
shows another screen display illustrating monitoring of the change of gene expression between experiments. 
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The system then determines the change in gene expression between the selected experiments according to the 
process described in Figs. 28A and 2BB. The data display area includes columns denoting the data produced by this 
comparison. The Experiment Name refers to a user-defined name for the comparison experiment. The Gene Name is 
the name of the gene. The numbers Inc and Dec refer to the values NINC and NDEC as described in reference to Fig. 
5 26A. More specifically, Inc refers to the number of base positions in the gene for which the difference and ratio of the 
perfect match and mismatch hybridization intensities are significantly greater in the experimental data. 

The Inc Ratio column indicates the number of base positions where the hybridization intensity increased divided 
by the total number of base positions in the gene which are analyzed. The Dec Ratio column indicates the number of 
base positions where the hybridization intensity decreased divided by the total number of base positions in the gene 
io which are analyzed. The Pos Change column indicates the difference in the number of positive scoring probe pairs in 
the experimental data versus the baseline data. The Neg Change column indicates the difference in the number of 
negative scoring probe pairs (perfect match and mismatch) in the experimental data versus the baseline data. 

The Inc/Dec column indicates the number probe pairs which had an increase in hybridization intensity in the ex- 
perimental data versus the number of probe pairs which had a decrease in hybridization intensity in the experimental 
15 data. The Avg Diff column indicates the average intensity difference in the experimental data. 

The Diff Call column (not shown) indicates the change in expression level between the experiments for the gene. 
The column shows a "I" for increased gene expression, " Ml" for marginal increased gene expression, "D" for decreased 
gene expression, 'MD" for marginal decreased gene expression, "NC" for no change, and "?" for unknown. In a pre- 
ferred embodiment, the change in expression level is calculated as described in reference to step 1326 of Fig. 26B. 
20 in addition to calculating the change in gene expression, the user may also select graphs to analyze the data. 

Graphics display area 1402 shows three different graphs depicting the data from the baseline and experimental data. 

Fig. 28 shows a screen display illustrating a three-dimensional bar graph which illustrates the change of gene 
expression between experiments. A screen display 1440 displays a graphical display area 1442 including a three- 
dimensional bar graph of the expression level of selected genes in a data display area 1444. The user selects one or 
2S more genes in the data display area and then instructs the system to generate a three-dimensional bar graph of the 
expression level of these genes, where the expression level in a preferred embodiment is the average intensity differ- 
ence (/. a , ave rage(l Dl F). The three-dimens ional bar graph al lows the user to easily view the expression level of multiple 
genes. Additionally, similar genes sleeted from multiple experiments may be shown simultaneously and rotated to 
display differences in experssion levels. 

30 

Conclusion 

The above description is illustrative and not restrictive. Many variations of the invention will become apparent to 
those of skill in the art upon review of this disclosure. Merely by way of example, while the invention is illustrated with 
35 particular reference to the evaluation of DNA (natural or unnatural), the methods can be used in the analysis from chips 
with over materials synthesized thereon, such as RNA The scope of the invention should, therefore, be determined 
not with reference to the above description, but instead should be determined with reference to the appended claims 
along with their full scope of equivalents. 

40 

Claims 

1. In a computer system, a method of analyzing a sample nucleic acid sequence, the method comprising the steps of: 

45 inputting a plurality of base calls for each base position along at least a portion of the sample nucleic acid 

sequence; 

for each base position, analyzing the plurality of base calls to generate a single base call; and 
displaying single base calls for base positions along the at least a portion of said sample nucleic acid sequence, 
each of the single base calls being derived from the plurality of base calls for a specific base position in the 
50 sample nucleic acid sequence. 

2. The method of claim 1 , wherein the analyzing step comprises the steps of: 

for each base position, determining a base call of the plurality of base calls which occurs most often; and 
55 generating the single base call as the base call that occurs most often at the base position. 

3. The method of claim 1 , further comprising the step of displaying a screen icon which when activated by a user 
causes the plurality of base calls at each base position to be displayed. 
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4. The method of claim 1 , further comprising the step of displaying a screen icon which when activated by a user 
causes the plurality of base calls at each base position not to be displayed. 

5. The method of claim 1 , further comprising the step of displaying the plurality of base caljs at each base aligned 
s with the single base calls according to base position. 

6. The method of claim 5, further comprising the step of displaying with each base call of the plurality of base calls 
hybridization intensities indicating hybridization affinity of a probe and the sample nucleic acid sequence, wherein 
each base call is determined by an analysis of the hybridization intensities. 

10 

7. In a computer system, a method of calling an unknown base in a sample nucleic acid sequence, the method 
comprising the steps of: 

receiving hybridization intensities for a plurality of sets of nucleic acid probes, each hybridization intensity 
15 indicating a hybridization affinity between a nucleic acid probe and the sample nucleic acid sequence; 

computing a base call for the unknown base for each set of probes; and 

computing a single base call for the plurality of sets of probes according to the base call for the unknown base 
which occurs most often for the plurality of sets of probes. 

20 8. The method of claim 7, wherein each set of probes was generated according to a same reference sequence. 

9. The method of claim 7, further comprising the step of checking exception rules that specify the single base call for 
the plurality of sets of nucleic acid probes under certain conditions. 

25 10. In a computer system, a method of dynamically changing parameters for a computer-implemented base calling 
procedure, the method comprising the steps of: 

generating base calls for at least a portion of a sample nucleic acid sequence utilizing the base calling proce- 
dure, the base calling procedure including a parameter that is changeable by a user; 
30 displaying the base calls for the at least a portion of a sample nucleic acid sequence; 

displaying the parameter of the base calling procedure; 

receiving input from the user specifying a new value for the parameter of the base calling procedure; 
generating updated base calls for the at least a portion of a sample nucleic acid sequence utilizing the base 
calling procedure and the new value for the parameter; and 
35 displaying the updated base calls for the at least a portion of a sample nucleic acid sequence. 

11. The method of claim 10, further comprising the step of displaying a plurality of user-changeable parameters for 
the base calling procedure. 

40 12. The method of claim 10, wherein the parameter is selected from the group consisting of a constant, threshold, and 
range. 

In a computer system, a method of monitoring expression of a gene in a sample nucleic acid sequence, the method 
comprising the steps of: 

inputting a plurality of hybridization intensities of pairs of perfect match and mismatch probes, the perfect 
match probes being perfectly complementary to the gene and the mismatch probes having at least one base 
mismatch with the gene, and the hybridization intensities indicating hybridization infinity between the perfect 
match and mismatch probes and the sample nucleic acid sequence; 

comparing the hybridization intensifies of each pair of perfect match probes in order to generate a gene ex- 
pression call of the sample nucleic acid sequence; and 
displaying the gene expression call. 

14. In a computer system, a method of monitoring expression of a gene in a sample nucleic acid sequence, the method 
ss comprising the steps of: 

inputting a plurality of hybridization intensities of pairs of perfect match and mismatch probes, the perfect 
match probes being perfectly complementary to the gene and the mismatch probes having at least one base 
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mismatch with the gene, and the hybridization intensities indicating hybridization infinity between the perfect 
match and mismatch probes and the sample nucleic acid sequence; 
comparing the hybridization intensities of each pair of perfect match probes; and 
generating a gene expression call of the sample nucleic acid sequence. 

5 

15. The method of claim 13 or 14, further comprising the step of comparing a difference between hybridization inten- 
sities of perfect match and mismatch probes at a base position to a difference threshold. 

16. The method of claim 13 or 14, further comprising the step of comparing a quotient of hybridization intensities of 
io perfect match and mismatch probes at a base position to a ratio threshold. 

17. The method of claim 13 or 14, further comprising the step of utilizing a decisinon matrix to determine the gene 
expression call. 

is 18. The method of claim 1 3 or 14. wherein the gene expression call is selected from the group consisting of expressed, 
marginal, and absent. 

19. In a computer system, a method of monitoring change in expression of a gene in a sample nucleic acid sequence, 
the method comprising the steps of: 

20 

inputting a plurality of hybridization intensities of pairs of perfect match and mismatch probes, the perfect 
match probes being perfectly complementary to the gene and the mismatch probes having at least one base 
mismatch with the gene, and the hybridization intensities indicating hybridization infinity between the perfect 
match and mismatch probes and the sample nucleic acid sequence; 
25 comparing the hybridization intensities of each pair of perfect match probes in order to generate a gene ex- 

pression level of the sample nucleic acid sequence; 

determining a change in expression by comparing the gene expression level to a baseline gene expression 
level; and 

displaying the change in expression of the gene in the sample nucleic acid. 

30 

20. The method of claim 19, wherein the change in expression is displayed as a graph. 

21 . In a computer system, a method of monitoring change in expression of a gene in a sample nucleic acid sequence, 
the method comprising the steps of: 

35 

inputting a plurality of hybridization intensities of pairs of perfect match and mismatch probes, the perfect 
match probes being perfectly complementary to the gene and the mismatch probes having at least one base 
mismatch with the gene, and the hybridization intensities indicating hybridization infinity between the perfect 
match and mismatch probes and the sample nucleic acid sequence; 
40 comparing the hybridization intensities of each pair of perfect match probes in order to generate a gene ex- 

pression level of the sample nucleic acid sequence; and 

determining a change in expression by comparing the gene expression level to a baseline gene expression 
level. 

45 22. The method of claim 1 9, 20 or 21 , further comprising the step of generating the baseline expression level according 
to the inputting and comparing steps of claim 30. 

23. The method of claim 19, 20 or 21, further comprising the step of comparing hybridization intensities of perfect 
match and mismatch probes hybridizing with the sample nucleic acid sequence and hybridization intensities of 

so perfect match and mismatch probes hybridizing with a baseline sequence to a difference threshold. 

24. The method of claim 19, 20 or 21, further comprising the step of comparing hybridization intensities of perfect 
match and mismatch probes hybridizing with the sample nucleic acid sequence and hybridization intensities of 
perfect match and mismatch probes hybridizing with a baseline sequence to a ratio threshold. 

55 

25. The method claim 19, 20 or 21 , further comprising the step of utilizing a decision matrix to determine the change 
in expression of the gene in the sample nucleic acid. 
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26. The method of claim 19, 20 or 21, wherein the change in expression of the gene in the sample nucleic acid is 
selected from the group consisting of increased, marginal increase, decreased, marginal decrease, and no change. 
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